Table S1. Sequence identity and similarity (%) between PfPAT and its Plasmodium

orthologs
P. falciparum P. vivax P. knowlesi P. yoelii P. berghei P. chabaudi

P. falciparum 100/ 100 80.9/88.9 79.7/88.4 76.6/85.7 75.9/85.6 76.0/85.0
P. vivax - 100 /100 96.1/98.0 81.2/90.2 81.0/90.8 80.5/89.1
P. knowlesi - - 100 /100 81.6/90.4 81.2/91.0 80.5/89.3
P. yoelii - - - 100 /100 97.2/98.9 94.3/97.6
P. berghei - - - - 100 /100 94.8/97.4
P. chabaudi - - - - - 100 /100




Table S2. Percentage of identity and similary of PAT apicomplexan orthologs

% identity % similarity % gaps
T. gondii XP_002370990 429 61.5 15.9
T. gondii TGME49 036960A 29.2 45.5 20.6
C. parvum XP_626864 36.7 57.0 13.3
C. hominis XP_665995 36.2 55.6 15.0
C. muris XP_002141508 23.6 39.0 39.2

T. gondii: Toxoplasma gondii; C. parvum: Cryptosporidium parvum; C. hominis: Cryptosporidium hominis; C. muris:
Cryptosporidium muris;
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Fig. S1. Alignment of PfPAT with Fen2 and Liz1. The alignment was performed using
ClustalW. The predicted transmembrane segments of PfPAT are underlined and were
determined using the TMHMM Server v. 2.0.

90

68

180
158
153

268
248
243

357
309
297

447
399
387

534
479
471



Sinorhizobium meliloti Q92RK8

100

Escherichia fergusonii AAL01545 ShiF

Saccharomyces cerevisiae NP 009957 Fen2p S

Schizosaccharomyces pombe NP 506430 Lizl

I

Neurospora crassa XP 962941

Perkinsus marinus XP 002776349

96

96

Chlorella variabilis EFN57423
Chlorella variabilis EFN58437

100 Arabidopsis thaliana NP 179449

Arabidopsis thaliana AAD12208

Arabidopsis thaliana NP 195397

Medicago truncatula XP 003611927

Vitis vinifera CBI17567

LEBrach}podi um distachyon XP 003561304
Brachypodium distachyon XP 003559265

Brachypodium distachyon XP 003576471

Brachypodium distachyon XP 003576470

92

99

100

Brachypodium distachyon XP 003578045
Brachypodium distachyon XP 003574467 spinster-like
Brachypodium distachyon XP 003578046
Medicago truncatula XP 003615076 norA
Arabidopsis thaliana NP 177937
Vitis vinifera XP 002285800 PbuE
Vitis viniferaCANG7717
Arabidopsis thaliana NP 196581
Vitis vinifera XP 002262789
Brachypodium distachyon XP 003578044
100 — Theileria parva XP 766684 TP01 1163
100 | L Theileria annulata XP 953611 TA16670
l Babesia bovis XP 001611060 BBOVIV011400
Plasmodium chabaudi XP 738019 XP 735593
99 piasmodium berghei XP 675427
Plasmodium yoelii yoelii XP 725438
Plasmodium falciparum 3D7 XP 001349572 PfPAT |
Plasmodium knowlesi XP 002257971
Plasmodium vivax XP 001612988
99 — Toxoplasma gondii ME49 XP 002370990

86

87

v Jeospora caninum Liverpool CBZ55524.1

95  Cryprosporidium hominis XP 665995
L'j[ Cryptosporidium parvum XP 626864
Cryptosporidium muris XP 002141508

100

Toxoplasma gondii ME49 XP 002369048
Neospora caninum Liverpool CBZ56072

l— Neospora caninum Liverpool CBZ55456

Bacteria

Fungi

_ Perkinsus

Viridiplantae

Apicomplexa

Fig. S2. Phylogenetic analysis of known panthotenate transporters and their closest homologues. Significant boostrap value
are given on top of the branch (>80%). The resulting tree has been inferred by maximum likelihood, using Phylogeny.fr “one click”
option web interface without Gblock analysis (Dereeper et al. 2008).
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Fig. S3. Topology of PfPMT. Transmembrane segment were predicted using the TNHMM program and

the topology designed using the TOPO2 program
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Fig. S4. Alignment of PfPAT with the human multivitamin transporter hRSMVT. The
alignement was performed using ClustalW.
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